APPENDIX S1
Microarray manufacturing and quality control
The 9,503 amplicons spotted on the array represent a low redundancy set of cDNA clones selected among 14,225 consensus sequences (contigs and singletons) derived from large-scale EST sequencing of 13 different libraries. The libraries are among those described in Pavy et al. (2005) and are listed below (Table I) . Their sequences and annotations may be found and queried in the The slides were crosslinked in a UV Stratalinker 2400 (Stratagene, La Jolla, CA, USA) at 300 mJ. All slides were inspected manually to identify any major printing issues. One slide every 20 to 30 slides was hybridized with labeled random 9-mer oligonucleotide (SpotQC, Integrated DNA Technologies, Coraville, IA, USA) or SYBR Green 1 staining (Invitrogen, Carlsbad, CA, USA) and scanned using ScanArray Express scanner (Perkin Elmer, Wellesley, MA, USA).
Presence/absence, shape, signal intensity vs. background, diameter and DNA binding site capability were measured for each spot on the slide using files generated by Imagene software (BioDiscovery Inc., El Secundo, CA, USA).
Position and description of flagged spots (i.e., spots absent or thought to be unusable during post-hybridization analysis) as well as dust, sub-grid defects and other noticed irregularities were recorded.
Microarray hybridization
Slides were pre-hybridized at 65 °C for 2 h in 5x SSC, 0.1% (w/v) SDS, 0.2 mg ml -1 BSA, and 0.1 mg ml -1 herring sperm DNA solution. They were subsequently washed twice in 0.1x SSC, and water for 30 s each before boiling in water for 3 min. Slides were then dried by centrifugation for 2 min at 480 xg. Prior to hybridization, both samples of labelled aRNA to be compared were combined, 
